where δ is the distance between N pairs of equivalent atoms (Cα atoms, for example).
2. RMSF Root-mean-square fluctuation is a measure of the deviation, over time, between a particle (i) and some reference position:
where T is the total time (i.e. total number of simulation snapshots considered) and x i is the time-averaged position of that particle, serving as a reference point.
3. COM Center-of-mass is the geometric average location of a distribution of mass in space. For a system of particles P i , i = 1, 2, ..., n, with masses m i , summing to M, located in space with coordinates r i ,
For our purposes, proteins are represented by their corresponding Cα atoms.
4. PCA Principal Component Analysis is a statistical method that transforms a set of observations (Cα positions in our case) of possibly correlated variables into a set of orthogonal, uncorrelated variables known as principal components. The first principal component accounts for the greatest possible variance, the second principal component accounts for the second-most, and so-forth.
5. Pseudo-dyad (or dyad axis) of the nucleosome core particle is an axis of symmetry perpendicular to the superhelical axis, dividing the nucleosomal DNA in two and bisecting the histone homotetramer through its central four-helix bundle.
6. Acidic patch is a cluster of eight acidic residues (H2A E56, E61, E64, D90, E91, E92 and H2B E102, E110) that forms a pocket at the surface of the nucleosome.
7. Histones are positively charged proteins found in the nuclei of eukaryotic cells, which order and package DNA into nucleosomes, the fundamental structural units of the protein-DNA complex known as chromatin. Within the nucleosome core particle, there are four types of core histones (H2A, H2B, H3, H4), each of which have histone variants except H4. Residue Residue Figure 7 . Asymmetric variability in H2A acidic patch mobility. Cα RMSF of proteins H2A and H2A' in all four systems considered. Gray boxes define the regions spanning the H2A acidic patch (residues 87-100) in both of the heterotypic halves of the protein cores. Labels along the top identify the heterotypic half, and labels along the left-hand side indicate the strength of harmonic position restraints applied to heavy atoms. Black ovals highlight differences in H2A' acidic patch mobility, discussed further in the main text. 
